Abstract -The effects of bovine growth hormone (GH) 
dans la population de [16] was also applied independently.
The cut-off parameters for G(n) were settled to a 5 % error rate assuming normal distribution of the data. Since the results in both methods were similar, the PULSAR parameters were used for the final presentation. The baseline and the peak amplitude of TRH-induced GH release was considered in a statistical evaluation. The ratio of peak amplitude to baseline less than or equal to 1, was used as a selection criterion for non-responding animals.
The calculation of allele frequencies of the bovine growth hormone was based on the direct allele counting method [7] . To asses the probability of significance the Chi-square test was used. The effects of GH genotypes on TRHinduced GH release were analysed by the GLM procedure of the SAS program [18] genotype on TRH-induced GH release in both sexes. As shown, the GH baseline was found to be higher in bulls than in heifers; however, the differences were not statistically significant (P > 0.05). It might be stressed that the ValNal homozygotes had the highest baseline for both females and males (14.1 ± 2.8 and 14.6 ± 2.0 ng.mL-1 , respectively). Furthermore, bulls reached a higher GH peak amplitude than heifers (P < 0.01). Interestingly, males with the Val/Val genotype had a higher peak amplitude (55.5 ± 8.1 ng!mL-1) than all other animals.
DISCUSSION
For the first time, the stimulated GH release in a large population of Friesian cattle was described with respect to GH genotypes. The results of the study also provide information on allele frequencies, which would be required to infer the effect of a single gene for selection procedures.
The values in the present study regarding the Leu The effects found were in line with those from the recombinant bGH efficacy study of Eppard et al. [6] . Moreover, an association of the Val allele with milk production ability was suggested by Sabour 
